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<140> 
<141> 
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<151> 2003-06-30 

<160> 6 
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<210> 1 

<211> 700 

<212> DNA 

<213> Glycine max 

<220> 

<221> MOD_RES 
<222> (664) 

<223> a, c, g # t, unknown or other 



<220> 

<221> MOD_RES 
<222> (696) 

<223> a, c, g, t, unknown or other 



<400> 1 

ctttggactc 

tgttattgtt 

acttattgct 

aagcaactcc 

tgctgccctt 

ctttcgaagt 

acaagacatt 

caaggagtgt 

gagtgggaat 

atctgttgcg 

ccctactcta 

catnggtttg 



tgaagctatg 
ggtgggacaa 
catacagtca 
accagggaag 
cacataaacc 
gtgctttcca 
cctccgcatg 
gtgggaaatg 
gatgatcaat 
agcaacctgg 
aattctaaac 
aacactgctc 



atgacttggt 
ctggtgaagg 
actgttttgg 
caattcatgc 
cttactatgg 
tgggacccac 
taattcaaac 
accgaatcaa 
gtcatgatgc 
ttcccggttt 
tcttgcctct 
ttgctcaact 



gaatatgcag 
ccaattaatg 
tgggaaaatt 
cactgagcag 
caaaacctcc 
aataatctac 
cttagctgaa 
acagtataca 
tagatggggt 
aatgcgagaa 
gattgactgg 
tggggncatc 



attggacaag 
agccgggaag 
aaggttattg 
ggttttgctg 
ttggatggta 
aatgtgcctg 
agtgttaacc 
gatgatggaa 
tatggggcta 
ctcatgtttg 
cttttccaca 



gggctgaagg 60 
agcacataat 120 
gaaatactgg 180 
ttggaatgca 240 
tggttgctca 300 
cacggaccgg 360 
tggctggtgt 42 0 
ttgttgtgtg 480 
ccggagtggt 540 
gcggtgtaaa 600 
tgccaaaccc 660 
700 



<210> 2 

<211> 1197 

<212> DNA 

<213> Escherichia coli 



A 



2 



<400> 2 

ccaggcgact 

caattccacg 

tgtcaaactg 

tgcatacaac 

ttgagacact 

tactccgatg 

tcatgtcgcc 

cttaaatcat 

cattccggta 

gcgcttcaat 

gtcgcaagaa 

aattctgtat 

tctggcgaaa 

aaaccagatc 

cgcgctggac 

agcgcgtgat 

cgttattaat 

cccggtgaaa 

aatgacacca 

tttgctgtaa 



gtcttcaata 
gcgatcggca 
gttattcctt 
aatcagaacg 
tgtttgcaca 
gatgaaaaag 
agcggtactt 
gacgaacatg 
attgccggga 
gacagtggta 
ggtttgtatc 
aatgtgccgt 
gtaaaaaata 
aaagagctgg 
ttcatgcaat 
atggcccaga 
cagcgtctga 
tgggcatgta 
atcaccgaca 
agtttaggga 



ttacagccgc 
cccaacgcag 
taaggggtga 
gttctgtctg 
gaggatggcc 
gtaatgtctg 
cggcgatcgt 
ctgatgtggt 
ccggcgctaa 
tcgtcggctg 
agcatttcaa 
cccgtactgg 
ttatcggaat 
tttcagatga 
tgggcggtca 
tgtgcaaact 
tgccattaca 
aggaactggg 
gtggtcgtga 
gatttgatgg 



aactactgac 
tgatcaccag 
gttgttctta 
cttgctttta 
catgttcacg 

tcgggctagc 

ttctgttggc 
gatgatgacg 
cgctactgcg 
cctgacggta 
agccatcgct 
ctgcgatctg 
caaagaggca 
ttttgttctg 

tggggttatt 

ggcagcagaa 
caacaaacta 
tcttgtggcg 
gacggtcaga 
cttactctgt 



atgacgggtg 
ataatgtgtt 
aggaaagcat 
atgccatacc 
ggaagtattg 
ttgaaaaaac 
accactggcg 
ctggatctgg 
gaagccatta 
accccttact 
gagcatactg 
ctcccggaaa 
acagggaact 
ctgagcggcg 
tccgttacga 
gaacattttg 
tttgtcgaac 
accgatacgc 
gcggcgctta 
tcaaaagtcg 



atggtgttca 
gcgatgacag 
aaaaaaaaca 
aaacgtacca 
tcgcgattgt 
tgattgatta 
agtccgctac 
ctgatgggcg 
gcctgacgca 
acaatcgtcc 
acctgccgca 
cggtgggccg 
taacgcgtgt 
atgatgcgag 
ctaacgtcgc 
ccgaggcacg 
ccaatccaat 
tgcgcctgcc 
agcatgccgg 
cgcctgg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1197 



<210> 3 

<211> 292 

<212> PRT 

<213> Escherichia coli 



<400> 3 

Met Phe Thr Gly Ser lie Val Ala 
1 5 

Gly Asn Val Cys Arg Ala Ser Leu 
20 



lie Val Thr Pro Met Asp Glu Lys 
10 15 

Lys Lys Leu lie Asp Tyr His Val 
25 30 



Ala Ser Gly Thr Ser Ala lie Val Ser Val Gly Thr Thr Gly Glu Ser 
35 4 0 4 5 

Ala Thr Leu Asn His Asp Glu His Ala Asp Val Val Met Met Thr Leu 
50 55 60 

Asp Leu Ala Asp Gly Arg lie Pro Val lie Ala Gly Thr Gly Ala Asn 
65 70 75 80 

Ala Thr Ala Glu Ala lie Ser Leu Thr Gin Arg Phe Asn Asp Ser Gly 
85 90 95 

lie Val Gly Cys Leu Thr Val Thr Pro Tyr Tyr Asn Arg Pro Ser Gin 
100 105 110 

Glu Gly Leu Tyr Gin His Phe Lys Ala lie Ala Glu His Thr Asp Leu 
115 120 125 

Pro Gin lie Leu Tyr Asn Val Pro Ser Arg Thr Gly Cys Asp Leu Leu 
130 135 ~ 140 

Pro Glu Thr Val Gly Arg Leu Ala Lys Val Lys Asn lie lie Gly lie 
145 150 155 160 



3 



Lys Glu Ala Thr Gly Asn Leu Thr Arg Val Asn Gin lie Lys Glu Leu 
165 170 175 

Val Ser Asp Asp Phe Val Leu Leu Ser Gly Asp Asp Ala Ser Ala Leu 
180 185 190 

Asp Phe Met Gin Leu Gly Gly His Gly Val lie Ser Val Thr Thr Asn 
195 200 205 

Val Ala Ala Arg Asp Met Ala Gin Met Cys Lys Leu Ala Ala Glu Glu 
210 215 220 

His Phe Ala Glu Ala Arg Val lie Asn Gin Arg Leu Met Pro Leu His 
225 230 235 240 

Asn Lys Leu . Phe Val Glu Pro Asn Pro lie Pro Val Lys Trp Ala Cys 
245 250 255 

Lys Glu Leu Gly Leu Val Ala Thr Asp Thr Leu Arg Leu Pro Met Thr 
260 265 270 

Pro lie Thr Asp Ser Gly Arg Glu Thr Val Arg Ala Ala Leu Lys His 
275 280 285 

Ala Gly Leu Leu 
290 



<210> 4 

<211> 332 

<212> PRT 

<213> Glycine max 

<400> 4 

Met lie Thr Asn Ser Ala Ala Val Lys Pro Asn Phe His Leu Pro Met 
15 10 15 

Arg Ser Phe Glu Leu Lys Asn Arg Thr Ser Pro Glu Asp lie Lys Ala 
20 25 30 

Leu Arg Leu lie Thr Ala lie Lys Thr Pro Tyr Leu Pro Asp Gly Arg 
35 40 45 

Phe Asp Leu Glu Ala Tyr Asp Asp Leu Val Asn Met Gin lie Gly Gin 
50 55 60 

Gly Ala Glu Gly Val lie Val Gly Gly Thr Thr Gly Glu Gly Gin Leu 
65 70 75 80 

Met Ser Trp Glu Glu His lie lie Leu He Ala His Thr Val Asn Cys 
85 90 95 

Phe Gly Gly Lys He Lys Val lie Gly Asn Thr Gly Ser Asn Ser Thr 
100 105 HO 

Arg Glu Ala He His Ala Thr Glu Gin Gly Phe Ala Val Gly Met His 
115 120 125 



4 



Ala Ala Leu His He Asn Pro Tyr Tyr Gly Lys Thr Ser Leu Asp Gly 
130 135 140 

Met Val Ala His Phe Arg Ser Val Leu Ser Met Gly Pro Thr He He 
145 150 155 160 

Tyr Asn Val Pro Ala Arg Thr Gly Gin Asp He Pro Pro His Val He 
165 170 175 

Gin Thr Leu Ala Glu Ser Val Asn Leu Ala Gly Val Lys Glu Cys Val 
180 185 190 

Gly Asn Asp Arg He Lys Gin Tyr Thr Asp Asp Gly He Val Val Trp 
195 200 205 

Ser Gly Asn Asp Asp Gin Cys His Asp Ala Arg Trp Gly Tyr Gly Ala 
210 215 220 

Thr Gly Val Val Ser Val Ala Ser Asn Leu Val Pro Gly Leu Met Arg 
225 230 ; 235 240 

Glu Leu Met Phe Gly Gly Val Asn Pro Thr Leu Asn Ser Lys Leu Leu 
245 250 255 

Pro Leu He Asp Trp Leu Phe His Met Pro Asn Pro He Gly Leu Asn 
260 265 270 

Thr Ala Leu Ala Gin Leu Gly Val He Arg Pro Val Phe Arg Leu Pro 
275 280 285 

Phe Val Pro Leu Pro Val Asp Lys Arg He Glu Phe Ala Asn Leu Val 
290 295 300 

Lys Glu He Gly Arg Glu His Phe Val Gly Asn Lys Val Val Glu Val 
305 310 315 320 

Leu Asp Asp Asp Asp Phe Phe Leu Val Ser Arg Tyr 
325 330 



<210> 5 

<211> 215 

<212> PRT 

<213> Glycine max 

<400> 5 

Tyr Asp Asp Leu Val Asn Met Gin He Gly Gin Gly Ala Glu Gly Val 
15 10 15 

He Val Gly Gly Thr Thr Gly Glu Gly Gin Leu Met Ser Arg Glu Glu 
20 25 30 

His He lie Leu He Ala His Thr Val Asn Cys Phe Gly Gly Lys He 
35 40 45 



Lys Val He Gly Asn Thr Gly Ser Asn 
50 55 



Ser 



Thr Arg Glu Ala He His 
60 



5 



Ala Thr Glu Gin Gly Phe Ala Val Gly Met His Ala Ala Leu His lie 
65 70 75 80 

Asn Pro Tyr Tyr Gly Lys Thr Ser Leu Asp Gly Met Val Ala His Phe 
85 90 95 

Arg Ser Val Leu Ser Met Gly Pro Thr lie lie Tyr Asn Val Pro Ala 
100 105 110 

Arg Thr Gly Gin Asp lie Pro Pro His Val lie Gin Thr Leu Ala Glu 
115 120 125 

Ser Val Asn Leu Ala Gly Val Lys Glu Cys Val Gly Asn Asp Arg lie 
130 135 140 

Lys Gin Tyr Thr Asp Asp Gly lie Val Val Trp Ser Gly Asn Asp Asp 
145 150 155 160 

Gin Cys His Asp Ala Arg Trp Gly Tyr Gly Ala Thr Gly Val Val Ser 
165 170 175 

Val Ala Ser Asn Leu Val Pro Gly Leu Met Arg Glu Leu Met Phe Gly 
180 185 190 

Gly Val Asn Pro Thr Leu Asn Ser Lys Leu Leu Pro Leu lie Asp Trp 
195 200 205 

Leu Phe His Met Pro Asn Pro 
210 215 



<210> 6 
<211> 7 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
consensus sequence 

<400> 6 

Met Ser Trp Asp Glu His lie 
1 5 



